Direct link to deposited data http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE63072.
Experimental design, materials and methods

Cell culture
The human pancreatic adenocarcinoma BxPC-3 (ATCC CRL-1687) epithelial cell line was grown in RPMI-1640 (Sigma-Aldrich, St Louis, MO, USA) supplemented with 10% fetal bovine serum, 1% penicillin/streptomycin and 0.002 × insulin-transferrin-selenium (Life Technologies, Carlsbad, CA, USA) cells were propagated at 37°C in a humidified atmosphere containing 5% CO 2 .
Generation of β-catenin deficient cells
BxPC-3 cells with targeted disruption of the β-catenin gene (CTNNB1) were established using CompoZr custom Zinc Finger Nucleases (ZFNs) (Sigma-Aldrich). Briefly, following transfection of the cells with ZFN mRNA targeting exon 3 of the CTNNB1 gene, monoclonal cell populations were obtained by limiting dilution cloning and analyzed for β-catenin expression. From 150 initial clones five β-catenin gene disrupted clones negative for β-catenin expression were identified and selected for further analysis (clone #4, #31, #79, #93 and #111).
RNA isolation microarray analysis
Total RNA from exponentially growing wild type BxPC-3 cells and β-catenin gene disrupted clones #4 and #111 was isolated using the GenElute Mammalian Total RNA Purification Kit (Sigma-Aldrich). The RNA was subjected to microarray analysis using Illumina HumanHT-12 v4 Expression BeadChips (Illumina, CA, USA) at the Norwegian Genomics Consortium core facility (Oslo University Hospital, Norway). For each sample 6 biological replicates were analyzed. Data extraction and quality control was performed in GenomeStudio (Illumina) and the data analysis was performed using J-Express [2] .
Differential expression quantification and classification
To identify the most differentially expressed genes between wild type BxPC-3 cells and the β-catenin gene disrupted clones #4 and #111 (average) Significance Analysis of Microarrays (SAM) analysis was carried out [3] . From the SAM analysis a threshold of fold change 
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Genomics Data j o u r n a l h o m e p a g e : h t t p : / / w w w . j o u r n a l s . e l s e v i e r . c o m / g e n o m i c s -d a t a / Table 1 List of the most differentially regulated probes from significance analysis of microarrays (SAM) comparing wild type BxPC3 cells and the gene disrupted clones #4 and #111 (average). The list was generated by selecting the probes that displayed a fold change N2 and q-value = 0 in the SAM analysis of all probes. The list is sorted by the d-score and genes up-and downregulated in the gene disrupted clones have a positive and a negative fold change value, respectively. N2 and q-value = 0 was selected to identify the most regulated probes. In Table 1 the resulting list of the 85 most differentially regulated probes is shown. To identify relevant shared biological functions associated with the identified 85 most differentially regulated transcripts, Gene Ontology (GO) term enrichment analysis was done using DAVID [4] with the GOTERM_BP_2 annotation ( Table 2) .
Discussion
We describe the dataset from the transcriptome analysis comparing wild type and β-catenin deficient BxPC-3 cells. In this analysis 85 transcripts were identified to be the most differentially regulated between the two groups. GO term enrichment analysis of the transcripts identified "cell adhesion" as the GO term that was most significantly enriched for. These results together with the rest the data from the previous published article [1] points towards a central role of β-catenin in enabling cell-cell contacts in BxPC3 cells. Table 2 Gene ontology enrichment analysis of the most differentially regulated transcripts between the wild type BxPC3 cells and the β-catenin deficient clones #4 and #111 (average). The GO analysis was performed using the top 85 most regulated transcripts from 
